Figure S5
Effect of RydC expression on whole cell protein patterns of Salmonella. Whole cell protein samples of WT and rydC mutant cells carrying either a control plasmid or a complementation plasmid to over-express RydC from the constitutive PL-promoter were collected at indicated time-points of growth and separated by SDS PAGE. Abundant proteins were stained with Coomassie Blue.
Figure S6
Conservation of the cfa gene in enterobacteria. Non-redundant alignment of the cfa gene including the upstream promoter sequence. STM: Salmonella Typhimurium; SBO: Salmonella bongori; CKO: Citrobacter koseri; ECO: Escherichia coli; SFL: Shigella flexneri; EFE: Escherichia fergusoni; ENT:
Enterobacter aerogenes; KPN: Klebsiella pneumoniae. The transcriptional start sites are marked by arrows; promoter elements are boxed. The amino acid sequence of the first 15 codons in Salmonella is indicated above the alignment. All nucleotides are coloured with regard to their degree of conservation (red: high conservation; blue: partial conservation; black: little or no conservation). The binding site of RydC sRNA is boxed in green.
Figure S7
Expression of cfa2::gfp and cfa1::gfp mRNAs in the presence and absence of RydC. Salmonella ΔrydC ΔrpoS cells were co-transformed with the cfa2::gfp or cfa1::gfp reporter constructs, and either a control plasmid or pPLRydC. Expression levels of gfp mRNA were determined by qRT-PCR. For each fusion, the expression level in the presence of RydC (dark grey bars) was normalized to the control (set to 1; white bars).
Figure S8
Expression of cfa1::gfp reporter fusions in the presence and absence of RydC and Hfq. Salmonella ΔrydC or ΔrydC Δhfq cells were co-transformed with the cfa1::gfp reporter and either a control plasmid (-) or pPLRydC (+). GFP levels were determined by Western blot analysis, RydC expression was monitored on a Northern blot.
Figure S9
Quantification of cfa1 and cfa1 RybB or cfa1 RyhB reporter fusion regulation by RydC and RybB or RyhB, respectively as determined by quantitative Western blot analysis. Error bars represent the standard deviation calculated from three independent biological replicates. 
Figure S11
Non-redundant alignment of the rydC upstream promoter region. STM: Salmonella Typhimurium; SBG: Salmonella bongori; CKO: Citrobacter koseri; ECO: Escherichia coli; SFL: Shigella flexneri; EFE: Escherichia fergusoni; EAE: Enterobacter aerogenes; KPN: Klebsiella pneumoniae. The transcriptional start site is marked by an arrow. All nucleotides are coloured with regard to their degree of conservation (red: 100% conservation; blue: > 50% conservation; gray: < 50% conservation). Table S2 name (Cherepanov & Wackernagel, 1995) 
